The replication and polypeptide synthesis of orbivirus isolate Mill Door/79, a member of the Kemerovo serogroup, were studied. In Vero cells cell-associated virus exceeded cell-free virus by about 2 log10 PFU/ml.
We have isolated an orbivirus from a pool of ticks (species Ixodes uriae) collected from a guillemot, or common tnurre (Uria aalge), colony on dye in 1/10th concentration electrophoresis buffer). Five polypeptides were detected after purification procedures (Fig. 2) . Infectivity was detected throughout the gradient, but no peaks were observed. The doublet designated P53/51 was shown with 10 to 20% gradient gels to consist of two polypeptides (data not shown). The pattern of the structural polypeptides differed from that obtained for bluetongue virus (7, 10) . More gentle purification procedures failed to give a preparation containing more than five viral polypeptides (Spence, Eley, and Moore, unpublished observations).
Virus double-stranded RNA (dsRNA) was extracted from infected cells by homogenizing them in 1% (vol/vol) Nonidet P-40 in 0.1 M sodium acetate (pH 5.0), removing the nuclei by centrifugation, and treating the supernatant with 1% (wtlvol) sodium dodecyl sulfate and proteinase K (Boehringer Mannheim Corp.
[London], Ltd.) at a concentration of 500 jig/ml for 1 h at 37°C. This mixture was deproteinized with phenol, and the total RNA was precipiated with 2.2 volumes of ethanol. The RNA was fractionated by the lithium chloride procedure of Diaz-Ruiz and Kaper (2) . RNA from Mill Door/79 was electrophoresed in a 7.5% polyacrylamide gel and was shown to contain 10 segments of dsRNA (Fig. 3) . The pattern was more closely related to RNA profiles of orbiviruses than of other genera of the Reoviridae (3, 4) . Genome segments 4 and 5 comigrated (Fig. 3) , but when the gel was run for longer times they could be distinguished. The presence of only 10 segments of dsRNA but 13 virus-induced polypeptides in infected cells could be explained in several ways. Sangar and Mertens (9) also identified more than 10 virus-specified polypeptides both in cells and in in vitro translation. They suggested that incomplete translation of the viral mRNA, possibly caused by early termination, or the presence of multiple initiation sites could account for this. Protein processing was not demonstrated with Mill Door/79 virus by pulse-chase, protease inhibitors, amino acid analogs, or salt inhibition (Spence and Moore, unpublished data).
Limited proteolysis was carried out to identify homologous regions within the virus-induced proteins, using essentially the method of Crump and Moore (1). Proteolysis of gel strips with Staphylococcus aureus V8 protease resulted in similar digestion patterns for P44 and P27 (Fig. 4a) . These polypeptides also gave similar patterns when digested with a chymotrypsin (Fig. 4b) . Trypsin failed to digest P27, but one of the digestion products of P44 comigrated with P27 (Fig.  4c) . These results suggested regions of homology between P44 and P27, although the other experiments failed to demonstrate any precursor-product relationships. These data would have been expected if incomplete translation of viral mRNA had occurred in infected cells, but it is worth noting at this stage that the possibility of protein or even RNA processing cannot be excluded. Further investigations, including in vitro translation experiments, are needed before a clear model for Mill Door/79 polypeptide production can be constructed.
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